Here, we report the draft genome sequence of Microbacterium sp. strain Gd 4-13, isolated from late Pleistocene permafrost of marine origin located on the Gydanskiy Peninsula. Genome sequence analysis was performed to understand strain survivability mechanisms under permafrost conditions and to expand biotechnology applications.
resistance to antibiotics and toxic compounds, many stress-related proteins such as oxidative stress proteins, and both cold shock and heat shock proteins.
Phylogenetic analysis of the complete 16S rRNA gene derived from the wholegenome sequence of strain Gd 4-13 revealed 100% identity to the uncultured bacterium SH201206-58 (GenBank accession number KX508409) and 99.6% identity to the type strain, M. hatanonis FCC-01 (GenBank accession number AB274908). The average nucleotide identities (ANIs) between the de novo assembled genome of Microbacterium sp. Gd 4-13 and 208 publicly available genomes from diverse strains of the genus Microbacterium were determined using BLASTϩ and Pyani (https://github.com/ widdowquinn/pyani) and varied from 72% (Microbacterium sp. KROCY2) to 78% (Microbacterium xylanilyticum JCM 13591), lower than the recommended cutoff point of 94% for species delineation (11) (12) (13) . This fact supports the claim that strain Gd 4-13 may belong to a novel species of the genus Microbacterium.
Data availability. The raw sequencing reads have been deposited in the SRA (accession number SRX4514259), DDBJ Sequence Read Archive (DRA; accession number SRX4514259), and European Nucleotide Archive (ENA; accession number SRX4514259). This whole-genome shotgun sequencing project has been deposited at GenBank under the accession number QEIJ00000000. The version described in this paper is version QEIJ01000000.
